cardiomyopathy, valvular heart disease, and renal or hepatic disease were also excluded. 4 The study protocol conformed to the principles of the Declaration of Helsinki and was approved by the local Ethics Committee in each hospital involving in this project. A written informed consent was given by all participants before enrollment.
DNA Extraction. Venous blood was drawn from all subjects after an overnight fast.
Blood, serum, and plasma were separated immediately and stored at -70°C. Genomic DNA was extracted from EDTA-anticoagulated peripheral whole blood using the Wizard genomic DNA purification kit (Promega, Madison, MA, USA) following standard laboratory protocols.
Quality Control in GWAS.
In the discovery stage, genotyping was carried out Because rs700926 is located near intron 1 of NPR-C, we hypothesized that it may affect the expression levels of the NPR-C mRNA. Thus, we randomly selected 5 individuals with a minor genotype of GG, 27 individuals with genotype GT and 63 individuals with genotype TT of rs700926 for RT-PCR analysis. To validate the finding of a quantitative expression trait locus from the initial analysis, we performed a replication study in an independent population of 380 randomly selected individuals from the replication populations (northern and southern Chinese) as described above.
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Linkage Disequilibrium (LD) and Statistical Genetics. The statistical analysis methodology of the GWAS was described previously. 6 LD between the SNPs was estimated by the expectation maximization (EM) algorithm using Arlequin 2.0.
Deviations from Hardy-Weinberg equilibrium were assessed by χ 2 test using For Table S2 , please see the attached Excel file 
